Recent advances in cryo-EM have made it possible to create protein density maps with a near-atomic resolution. This has contributed to its wide popularity, resulting in a rapidly growing number of available cryo-EM density maps. In order to computationally process them, an electron density threshold level is required which defines a lower bound for density values. In the context of this paper the threshold level is required in a pre-processing step of the backbone structure prediction project which predicts the location of Cα atoms of the backbone of a protein based on its cryo-EM density map using deep learning techniques. A custom threshold level has to be selected for each prediction in order to reduce noise that could irritate the deep learning model. Automatizing this threshold selection process makes it easier to run predictions as well as it removes the dependency of the prediction accuracy to the ability of someone to choose the right threshold value. This paper presents a method to automatize the threshold selection for the previously mentioned project as well as for other problems which require a density threshold level. The method uses the surface area to volume ratio and the ratio of voxels that lie above the threshold level to non-zero voxels as metrics to derive characteristics about suitable threshold levels based on a training dataset. The threshold level selection was tested by integrating it in the backbone prediction project and evaluating the accuracy of predictions using automatically as well as manually selected thresholds. We found that there was no loss in accuracy using the automatically selected threshold levels indicating that they are equally good as manually selected ones. The source code related to this paper can be found at https://github.com/DrDongSi/Auto-Thresholding.
Introduction
In the last decade, advances in cryo-electron microscopy (cryo-EM) have made it possible to capture three-dimensional (3D) images of proteins with a near-atomic resolution [1] . In contrast to other approaches, such as X-ray crystallography, cryo-EM can capture these images without a crystallization of the protein [2] . Since this makes it much less costly, cryo-EM has gained wide popularity resulting in a continuously growing number of available cryo-EM protein density maps [3] - [6] . When a protein is scanned using cryo-EM the resulting image is a 3D electron density map usually stored in an MRC file format. It represents the volume of the protein complex through a 3D grid of voxels [7] . Each voxel stores the electron density value, meaning the probability that an electron is present, for its location. An electron density threshold level (later as "threshold") is required to computationally process the cryo-EM density map. The threshold level defines a lower bound for processing the electron density voxels in a map. Voxels with value below that lower bound are set to zero [8] . Therefore, by specifying a threshold level, we can reduce experimental noise significantly. This allows researchers to focus on the structural features the map presents at a certain level ( Figure 1 ).
Figure 1: Density map EMD 8637 (gray density volume) and corresponding protein structure PDB 5v6p (cyan ribbon) for different threshold values (A) Low threshold value (B) Medium threshold value (C) High threshold value †
Corresponding Author Permission to make digital or hard copies of all or part of this work for personal or classroom use is granted without fee provided that copies are not made or distributed for profit or commercial advantage and that copies bear this notice and the full citation on the first page. Copyrights for components of this work owned by others than ACM must be honored. Abstracting with credit is permitted. To copy otherwise, or republish, to post on servers or to redistribute to lists, requires prior specific permission and/or a fee. Request permissions from Permissions@acm.org. There are several projects where the explicit selection of a threshold level is necessary [9] - [15] . In the context of this paper the threshold level is required in a pre-processing step for predicting the backbone protein structure from an electron density map [16] . In contrast to other methods, such as Rosetta and Phenix [17] , [18] , this project utilizes a deep learning model for the prediction [16] . All voxels below the threshold level are set to zero in order to remove noise that could irritate the deep learning model. Unfortunately, we cannot use the same threshold for different density maps since the range and distribution of electron density values varies significantly from map to map. Therefore, we have to specify a custom threshold level for each prediction [16] . And choosing the right level is crucial since it has a great impact on the accuracy of the final prediction. In Table 1 we can see the prediction results for the same density map and different threshold levels as shown in Figure 1 . The obvious benefit of automating the threshold level selection is that it requires less work to run predictions. In particular, for batch predictions it can be tedious work to look at each density map individually to determine a suitable threshold level. However, there can also be a qualitative advantage using an automated selection process. If selected manually, we would choose threshold levels such that the density maps look similar to previous predictions with good results. This is problematic as it is a highly subjective process that depends on the experience of the person choosing the threshold level and therefore, is prone to errors. Particularly, if someone does not have any experience through previous predictions the selection process is essentially random. One could of course try multiple threshold levels and see which one would achieve the best results. However, since there is a large number of possible levels and each prediction is computationally very expensive this is not a viable option in most cases. Therefore, it is important that the threshold level selection process is automated. In Chimera [8] this is done by automatically selecting a threshold level, such that 1% of all voxels lie above it [19] . This method, however, is not suitable for the backbone prediction project as the total number of voxels can vary for the same density map since the size of the bounding box can change, resulting in different threshold levels for the same density map. Therefore, this paper proposes a new method to automate the threshold level selection process.
ACM
The theory of this method is presented in the Methods section. In the Results section we assess the accuracy of the automatically selected thresholds by evaluating the accuracy of backbone predictions that use automatically selected thresholds. The Discussion section examines the implications of the results and what they mean for potential other projects. Finally, in the Conclusion, we recapture our findings.
Methods
In this section we present a method to automatically select the threshold level for a given density map. First, we talk about the general idea behind the selection process, and then we continue to show the specific methods we use. It is important to note that everything presented in this section can be used for any purpose where a threshold level has to be selected. Only in the Results section, we use the method specifically for the backbone prediction project.
The goal of this paper is to find a function : → ℝ, which maps any density map ∈ to a threshold value ∈ ℝ which is suitable for . We say that a threshold level is suitable for a density map if it fulfills the properties desired for a problem. In the context of the backbone prediction project this would mean that a threshold level is suitable for a density map if it results in an accurate prediction of the backbone structure.
In order to find the function , we require a training set consisting of tuples ( , , ) where is a density map and , is a manually selected suitable threshold level for . Next, we need to have some metric with which we can measure any density map for a given threshold value . Let ( , ) be the function that implements this measurement. We can evaluate ( , , ) for each density map and their manually selected threshold , to find out which measured value indicates that the threshold is suitable. We can calculate an overall target metric value 0 using equation 1 for which, if measured for a certain threshold, we assume that it is suitable. Once we know 0 we can calculate a threshold level for a new density map by finding the root of the function shown in equation 2. This is accomplished using the root scalar method from the SciPy library [20] .
If we want to use a target metric value to find a suitable threshold level the function ( , ) has to fulfill the following three properties.
1. The result of the function has to be dependent on the threshold value 2. The function has to be a monotonic function so that has only one root 3. For different density maps and their suitable thresholds , the deviation of ( , , ) should be minimal Now, that we have developed the basic model for the threshold level selection we can look at metrics that we can use to build it. The first metric we look at is the surface area to volume ratio (SA:V). It describes the relationship between the surface area of the density map to the volume encapsulated by the surface. In general, the SA:V ratio decreases as an object gets larger and increases when it gets smaller or thinner. We can measure both attributes using the (1) (2) chimera commands measure volume and measure area [21] . We define 89: ( , ) as the function measuring the SA:V ratio. In order to validate that this function fulfills the requirements listed above we plot it on a graph for a set of density maps for which we know an ideal threshold level. The plots from a sample of five density maps are shown in Figure 2 . As we can see, the SA:V ratio is dependent on the threshold level t. It also increases monotonously for growing threshold levels, as the density map becomes smaller. Finally, we can note that the SA:V ratios are relatively similar around the manually selected threshold although there are some variations. Therefore, 89: ( , ) is a valid candidate for the threshold level selection. As we saw in Figure 2 , the SA:V ratio varies only slightly around the manually selected threshold level for all density maps. However, the variations are not neglectable and might cause the threshold level prediction to be inaccurate. Therefore, we introduce another metric, the R:NZ ratio, to predict a second threshold level, with the goal of minimizing such inaccuracies. The final threshold level prediction is then derived from a weighted average of both threshold levels. The weights are calculated by solving the equation = , where is a matrix in which each row contains the thresholds that were predicted for a density map from the training set using both metrices, and is a vector containing the manually selected thresholds. The vector that solves the equation contains the weights for each metric and is approximated using the leastsquares function from the SciPy library [22] . The R:NZ (remaining to non-zero) ratio describes the ratio of electron density values larger than the threshold level, to electron density values larger than zero. Similarly to the SA:V ratio, we define >?@ ( , ) as the function measuring the R:NZ ratio and plot it on a graph (Figure 3 ) for a set of density maps for which we manually selected a threshold level. We can again note that the ratio is dependent on the threshold level and that it decreases monotonically. Around the manually selected threshold level there are again some variations, however, they are within a small range. Now, that we know which metrics to use we can apply the automatic threshold level selection as following. First, we need to have a set of density maps for which we manually selected a suitable threshold level. Next, we use equation 1 to calculate the target metric value for both, the SA:V and R:NZ ratio. In order to predict the threshold level for a new density map we find the threshold levels for which both ratios equal their target metric value and calculate the average of those two levels. The result of this is the final threshold level prediction.
Results
In order to test the accuracy of the automatic threshold prediction method presented in the previous section, we integrate it into the prediction pipeline of the deep learning based protein backbone structure prediction project. Its goal is to predict the Cα atoms of the backbone structure of a protein based on its cryo-EM density map. A more detailed description of the project can be found in [16] . The threshold selection is executed as part of the preprocessing and abolishes the need to specify custom threshold levels for each prediction. and 0.4453 for the R:NZ ratio with a weight of 0.74. Now that we know these values we are able to integrate the threshold level prediction into the project and apply the Cα backbone structure prediction on density maps without manually specifying a threshold level. We measure the accuracy of a backbone prediction through three different metrics. The RMSD value, which describes the average distance between atoms of the predicted backbone structure and the true backbone structure, the percentage of Cα atoms of the true backbone structure which are within 3Å of Cα atoms of the predicted backbone structure, and the number of Cα atoms which are predicted incorrectly [16] . The results of the backbone predictions for a validation set of 29 different density maps using automatically and manually selected thresholds can be seen in Table 2 . Table 2 : Protein backbone structure prediction results using both manually and automatically selected threshold levels. % Cα in 3Å describes the percentage of Cα atoms from the ground truth structure that are within 3Å of a predicted Cα atom. The RMSD value expresses the average distance between atoms of the ground truth and predicted backbone structure. The # Incorrect column shows the numbers of Cα atoms that were predicted incorrectly. The error column shows the relative error of the automatically selected threshold compared to the manual threshold and is calculated by dividing the absolute difference of both thresholds by the manual threshold value. In order to examine the differences between manually and automatically selected thresholds more closely, we take a look at an example, the prediction of the EMD 6551 density map ( Figure  4 ). We can see the prediction results (tan color) using the manually selected threshold in (A) and the prediction results using the automatically selected one in (B). Both predictions are compared to the true backbone structure shown in pink color and embedded in the density map at the threshold level that was used for each prediction. The automatically selected threshold level (0.027) was higher than the manually selected one (0.02) which, on average, results in a lower number of predicted Cα atoms, as the number of voxels with non-zero density values decreases. Since the thresholds differ only slightly this is barely noticeable when looking at the complete backbone structures. However, if we zoom into some areas we can detect minor differences. In the enlarged area on the upper right of both predictions we can see that, for the manually selected threshold, some Cα atoms were predicted incorrectly in locations where there are no Cα atoms in the true structure. In contrast to that we can see that in the enlarged area on the center left of both predictions, for the prediction which used the automatically selected threshold level, some Cα atoms are missing where they were correctly predicted for the manually selected threshold. Therefore, we cannot conclude that one prediction is better than the other solely through visual examination. 
Discussion
In this section, we evaluate the implications of the results, discuss how the automated threshold prediction can be used in other projects, and talk about possible future work.
The results from Table 2 show that the automatic threshold prediction method is able to select thresholds with a mean relative error of 0.32 compared to the manually selected thresholds, yielding backbone structure predictions of similar accuracy. Although the average percentage of Cα atoms which are within 3Å of their predicted counterpart decreased by 0.3%, this is only a minor difference which stands in contrast to the average RMSD value and number of incorrectly predicted atoms which both improved using the automatically selected threshold levels. Therefore, we can say that the automatic threshold prediction can be integrated in the backbone prediction project to abolish the need for a manual selection without a loss in prediction accuracy. This makes it easier to execute a backbone prediction, in particular, for researchers who are not familiar with the underlying logic behind the prediction.
Besides its application in the backbone prediction project, the goal of the automatic threshold selection method was that it can be applied to other problems, where a threshold level is required, as well. Unfortunately, we cannot give a universal answer about whether or not this is achieved, since it depends on the specific characteristics of the problem. We can, however, outline a general property about suitable threshold levels for a certain problem, which must be true in order for the automatic threshold selection to be useful. This is that the SA:V and R:NZ ratios have to be similar for different density maps and their suitable threshold levels. If this is not the case, we cannot find a meaningful metric target value for either ratios for which, if measured for a certain threshold, we can assume that it is suitable. The benefit of our proposed method is that it can easily be customized for a certain problem. Therefore, one can evaluate whether or not it works for that problem with little effort.
Future work might include finding new metrics which could be used to predict the threshold levels. This could then easily be added to the existing method and further minimize the inaccuracy of threshold predictions. Another approach to improve the threshold selection might be to apply machine learning techniques. This would potentially, however, include extensive pre-processing and training efforts which would make it significantly more difficult to customize the threshold selection to different problems.
Conclusion
In summary, we presented a method to automatically select density threshold levels that are required in order to process cryo-EM density maps e.g. for visualization and modelling. We integrated the automatic selection process into the backbone structure prediction project [16] without a loss in accuracy compared to manually selected threshold levels. For a validation set of 29
density maps the average RMSD value even improved from 2.03 to 1.202 and the average number of incorrectly predicted Cα atoms decreased from 104 to 96. The automatic threshold selection further automatizes the prediction process, as well as it removes the dependency of the prediction accuracy to the ability of someone to choose the right threshold value. We developed the method such that it can easily be customized for other problems which require the selection of a threshold level, through a simple training process.
To calculate the threshold level for a density map we utilized the surface area to volume ratio as well as the ratio of voxels above the threshold to non-zero voxels. These metrics were chosen since they resulted in similar values for different density maps at their suitable threshold. Further research could encompass the addition of further metrics to increase the selection accuracy, as well as the application of machine learning techniques to solve the threshold prediction problem.
